Supplementary Figure Legends
mRNA (siFoxA1) or control siRNA (parental), after which total RNA samples were subjected to qPCR using primers specific for FoxA1 mRNA. 5α-Dihydrotestosterone (DHT) exposure time was 2 h. GAPDH mRNA was used for data normalization. (B) Total AR levels in parental and FoxA1-depleted LNCaP-1F5 and VCaP cells after a 2-h exposure to DHT. Immunoblotting was performed with anti-AR (Kang et al, 2004) and GAPDH (sc-47724, Santa Cruz) antibodies. Transcript levels were determined by qPCR using the primers listed Supplemental information, Table S11 . Supplementary Tables S1, S6-S11Table S1 . List of the top cis-elements enriched in the AR cistrome of the parental LNCaP-1F5 cells. 
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Motif
*Direction of regulation refers to the up-or down-regulated gene sets used for pathway analysis and not to the overall direction in pathway regulation. . was high in all samples*. Weak 0 8
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*Three TMA slides containing 10 low-moderate FoxA1/high AR spots and 30 high FoxA1/high AR spots were evaluated for staining with FOXO1 and FOXO3 antibodies.
The distribution of staining intensities between the low-moderate FoxA1 and high FoxA1 samples is significantly different (p<0.05). Antibodies specific for the protein of interest were coupled to Dynal protein-G magnetic beads (Invitrogen) according to the manufacturer's instructions. For each immunoprecipitation (IP), 100 µl of sonicated chromatin was diluted 1:10 with 900 µl of RIPA buffer containing PIC and 10% was stored as input fraction. To the remaining, 100 µl of antibody-coupled magnetic beads were added and incubated on a rotator overnight at 4°C. After incubation, beads were washed 5 times with LiCl wash buffer (100 mM TrisHCl, pH 7.5, 500 mM LiCl, 1% NP-40, and 1% sodium deoxycholate) and followed by two washes with 10 mM Tris-HCl (pH 8.0) containing 1 mM EDTA. Chromatin-antibody samples were eluted from beads by incubating for 1 h at 65°C in IP elution buffer (1% SDS, 0.1 M NaHCO 3 ), followed by overnight incubation at 65°C to reverse cross-linking.
DNA was purified using QIAquick PCR purification kit (Qiagen Inc., California, USA) and eluted in 100 µl of elution buffer.
ChIP-sequencing (ChIP-seq)
ChIP experiments were carried out using the following antibodies: AR ( The ChIP-seq reads were filtered using the default Illumina chastity filter during the base-calling process and used ELAND (Illumina) to align 30-bp reads to human genome (hg19), allowing up to two mismatches per read. All ChIP-seq experiments were performed in biological duplicates, and only peaks present in both samples were used for downstream analysis.
DNaseI-hypersensitivity site mapping by sequencing (DHS-seq)
The DNaseI-hypersensitivity assay and deep sequencing was performed as described by Song and Crawford (2010) . In brief, 30 x 10 6 cells were centrifuged at 900 rpm for 5 min and cells pellets washed twice with ice cold PBS. Cells were lysed with RSB buffer (10 mM Tris-HCl, pH 7.4, 10 mM NaCl, and 3 mM MgCl 2 ) with 0.1% NP-40 and nuclei were collected by centrifugation at 500 rpm for 10 min. Intact nuclei were treated with different concentrations (0-12 U) of DNaseI (Roche) for 15 min at 37°C, and reactions were stopped with 0.1 M EDTA. DNaseI-digested high-molecular-weight DNA was embedded in 1.0%
InCert (Lonza) low-melt agarose gel in 50 mM EDTA. To remove protein, DNA plugs were washed twice with LIDS buffer (1% lauryl sulfate, 10 mM Tris-HCl, and 100 mM EDTA) at room temperature, then incubated overnight at 37°C and subsequently washed five times with 50 mM EDTA, 1 h each, by shaking at 60 rpm at room temperature. The DNaseI-digested plugs were run through pulsed field gel electrophoresis system to identify optimal DNaseI digestion. Optimal concentrations of DNaseI generated a smear of highmolecular-weight fragments (>100 kb) when analyzed by pulsed field gel electrophoresis.
DNaseI-digested ends were blunt ended in gel with T4 DNA polymerase, melted at 65°C, and purified by phenol extraction and ethanol precipitation followed by library construction for deep sequencing.
The annealed biotinylated linkers containing an MmeI restriction site (TCCGAC) at the 3′ end were attached to the blunt-ended DNaseI-digested ends followed by digestion The sequencing reads for DHS-seq were filtered using the default Illumina chastity filter during the base-calling process and used ELAND (Illumina) to align 20-bp reads to human genome (hg19), allowing up to two mismatches per read. The clustering of sequence tags and the DHS peaks were analyzed using F-seq algorithm (Boyle et al., 2008b) . F-seq uses kernel density estimation that provides both discrete and continuous probability landscape across the whole genome. These kernel density estimation based probabilities are computed at each base and are directly proportional to the probability of seeing a sequence read at that location.
Bioinformatics Analyses
Pre-defined motifs of transcription factors were obtained from JASPAR (Portales-Casamar et al. 2010) . Over-representation of a motif in ChIP-seq binding sites was calculated against randomly selected regions from the same chromosomes and of the same length as the actual binding sites. The significance of the over-or under-representation was addressed by comparing the binding site frequencies between the groups using χ²-test (Wang et al, 2007) .
De novo motif analysis was carried out using MEME (Bailey and Elkan, 1994; Bailey, 2002) . The details of all the analyses are provided in the Supplementary information.
Evaluation of FoxA1 and AR staining intensity in tissues specimens
The slides were scanned with an automated whole-slide scanner (Mirax Scan, Zeiss, Göttingen, Germany), using a 20 x objective and a DFW-X710 camera (Sony, Tokyo, Japan). The pixel resolution was 0.26 µm per pixel. The virtual slides were compressed to a wavelet file format (Enhanced Compressed Wavelet, ECW, ER Mapper, Erdas Inc, Atlanta, Georgia) with a compression ratio of 1:5. Staining intensity was evaluated using virtual microscopy software (WebMicroscope, HUCH Clin Res Institute Ltd, Helsinki) without prior knowledge of the Gleason grades. Nuclear staining intensity was scored as being negative, weak, moderate or strong. Proportion of positive nuclei was estimated in semiquantitative manner in five percent-unit intervals. In the survival analysis, a cut-off value of 90% of the maximum score was considered as threshold for nuclear positivity.
Automated immunohistochemistry scoring was performed as previously described (Konsti P1  P2  P3  P4  P6  P7  P8  P9  P5   +  -I1  I2  I3  I4  I6  I7  I8  I9  I5   DHT   16 
